EAST Search History 



Ref 

# 


Hits 


Search Query 


DBS 


Default 
Operator 


Plurals 


Time Stamp 


LI 


33396 


XU.INV. 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:05 


L2 


10469 


$atpase 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:05 


L3 


35397 


digoxin or digitoxin or ouabain OR 
GLYCOSIDE$2 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:06 


L5 


11 


1 AND 2 AND 3 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:07 


L6 


336356 


(ANTIBOD$3 OR 
IMMUNOGLOBULIN$4 OR 
IMMUN$2GLOBULIN$4 OR 
GAMMA$1GL0BULIN$4 OR MAB$10 
OR Fab$l OR fab$4sub$10 OR 
hybridoma$l) 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


Apr 

OFF 


2007/05/08 16:14 


L7 


1283 


2 AND 3 AND 6 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:14 


L8 


1319 


anti-na$12 OR anti-NKA 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:15 


L9 


20 


7 AND 8 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2007/05/08 16:15 
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(FILE 1 HOME 1 ENTERED AT 16:16:41 ON 08 MAY 2007) 

FILE 1 MEDLINE , CAPLUS , EMBASE, BIOSIS 1 ENTERED AT 16:17:21 ON 08 MAY 2007 



LI 117 S XU/AU 

L2 IS RSATEEEPPNDD 

L3 0 S LI AND L2 

L4 72922 S INOTROP? 

L5 0 S L4 AND LI 

L6 5224 S XU K?/AU 

L7 38 S L6 AND L4 




PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.16 [Mar-25-2007] 



Matrix |BLOSUM62 1 ▼) gap open:) 11 1 gap extension: |1 , 

x_dropoff: |0 ■ expect :|l p : 000? wordsize: |j j Filter. □ View option [ Standard 



Masking character option [X for protein, n for nucleotide jfV| Masking color option I Black 
H Show CDS translation I Align * 



3 



Sequence 1: lcl|AAA4167f l_RatJsfaK 
Length = 1023 (1 ..1023) 

Sequence 2: lcl|SEQJD_NO:745 CjQ^n dC oQ 
Length = 750 (1 ..750) ^ 




NO TE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 1381 bits (3575), Expect = 0.0, Method: Composition-based stats. 
Identities = 673/712 (94%), Positives = 689/712 (96%), Gaps = 5/712 (0%) 



MGKGVGRDKYEPAAVSEHGDKKSKKAKKERDMDELKKEVSMDDHKLSLDELHRKYGTDLS 60 
MGKGVGRDKYE PAAVSE GDKK KK KK+RDMDELKKEVSMDDHKLSLDELHRKYGTDLS 

MGKGVGRDKYEPAAVSEQGDKKGKKGKKDRDMDELKKEVSMDDHKLSLDELHRKYGTDLS 96 

RGLTPARPVEILARDGPNALTPPPTTPEWVKFCRQLFGGFSMLLWIGAILCFLAYGI RSA 12 0 
RGLT AR EILARDGPNALTPPPTTPEW+KFCRQLFGGFSMLLWIGAILCFLAY I f +A 

RGLTSARAAEILARDGPNALTPPPTTPEWIKFCRQLFGGFSMLLWIGAILCFLAYSI 2AA 156 



TEEEP. ND4 LiYLGWLSAWIITGCFSYYQEAKSSKIMESFKNMVPQQALVIRN EKMSI 



NAE+VW DLVEVKGGDRIPADLRIISANGCKVDNSSLTGESEPQTRSPDFTNENPLETR 



NIAFFSTNCVEGTARGIWYTGDRTVMGRIATLASGLEGGQTPIA EIEHFIH+ITGVAV 



Query 


1 


Sbjct 


37 


Query 


61 


Sbjct 


97 


Query 


121 


Sbjct 


157 


Query 


181 


Sbj ct 


217 


Query 


241 


Sbjct 


277 



Query 



301 



FLGVSFFILSLILEYTWLEAVIFLIGIIVANVPEVLLATVTVCLTLTAKRMARKNCLVKN 3 60 



FLGVSFFILSLILEYTWLEAVIFLIGIIVANVPE LLATVTVCLTLTAKRMARKNCLVKN 

Sbj Ct 337 FLGVSFFILSLILEYTWLEAVIFLIGIIVA1WPEGLLATVTVCLTLTAKRMARKNCLVKN 3 96 

Query 3 61 LEAVETLGSTSTICSDKTGTLTQNRMTVAHMWFDNQIHEADTTENQSGVSFDKTSATWFA 42 0 

LEAVETLGSTSTICSDKTGTLTQNRMTVAHMWFDNQIHEADTTENQSGVSFDKTSATW A 

Sbjct 3 97 LEAVETLGSTSTICSDKTGTLTQNRMTVAHMWFDNQIHEADTTENQSGVSFDKTSATWLA 4 56 

Query 421 LSRIAGLCNRAVFQANQENLPILKRAVAGDASESALLKCIEVCCGSVMEMREKYTKIVEI 480 

LSRIAGLCNRAVFQANQENLPILKRAVAGDASESALLKCIE+CCGSV EMRE+Y KIVEI 

Sbj Ct 457 LSRIAGLCNRAVFQANQENLPILKRAVAGDASESALLKCIELCCGSVKEMRERYAKIVEI 516 

Query 4 81 PFNSTNKYQLSIHKNPNASEPKHLLVMKGAPERILDRCSSILLHGKEQPLDEELKDAFQN 54 0 

PFNSTNKYQLS IHKNPN SEP+HLLVMKGAPERILDRCSSILLHGKEQPLDEELKDAFQN 

Sbj Ct 517 PFNSTNKYQLS IHKNPNTSEPQHLLVMKGAPERILDRCSSILLHGKEQPLDEELKDAFQN 576 

Query 541 AYLELGGLGERVLGFCHLLLPDEQFPEGFQFDTDEVNFPVDNLCFVGLISMIDPPRAAVP 60 0 

AYLELGGLGERVLGFCHL LPDEQFPEGFQFDTD+VNFP+DNLCFVGLISMIDPPRAAVP 

Sbjct 577 ' AYLELGGLGERVLGFCHLFLPDEQFPEGFQFDTDDVNFPIDNLCFVGLISMIDPPRAAVP 63 6 

Query 601 DAVGKCRSAGIKVIMVTGDHPITAKAIAKGVGIISEGNETVEDIAARLNIPVNQVNPRDA 660 

DAVGKCRSAGIKVIMVTGDHPITAKAIAKGVGIISEGNETVEDIAARLNIPV+QVNPRDA 

Sbj ct 63 7 DAVGKCRSAGIKVIMVTGDHPITAKAIAKGVGIISEGNETVEDIAARLNIPVSQVNPRDA 6 96 

Que ry 661 KACWHGSDLKDMTSEELDD I LRYHTE I VFARTS PQQKLI I VE GCQR 7 07 

KACWHGSDLKDMTSE+LDDIL+YHTEIVFA+TSPQQKLIIVE GC R 

Sbjct 697 KACWHGSDLKDMTSEQLDDILKYHTEIVFAKTSPQQKLIIVERLPKTGCYR 748 



CPU time: 0.03 user sees. 0.01 sys. sees 0.04 total sees. 



NCBI 



Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy 



PubMed Entrez BLAST OMIM Taxonomy. Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.16 [Mar-25-2007] 



Matrix [BLOSUM62 i ▼ j g a p open:|l1 j gap extension: |T~ 
x_dropoff: |0 j expect:|l O : OOoj wordsize: [3 J Filter □ View option |Standa^d_ 



Masking character option |X for pr otein, n fo r nucleotide EV ] Masking color option | Black [▼] 



P Show CDS translation i Ali 9 n 




Sequence 1: lcl|rat_NaK (-^hoJt- AcC ■# AAA M 



Length = 1023 (1 .. 1023) 

Sequence 2: lcl|human_NaK 
Length = 1023 (1 .. 1023) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 2051 bits (5315), Expect = 0.0, Method: Composition-based stats. 
Identities = 985/1023 (96%), Positives = 1001/1023 (97%), Gaps = 0/1023 (0%) 

MGKGVGRDKYEPAAVSEHGDKKSKKAKKERDMDELKKEVSMDDHKLSLDELHRKYGTDLS 60 
MGKGVGRDKYEPAAVSE GDKK KK KK+RDMDELKKEVSMDDHKLSLDELHRKYGTDLS 
MGKGVGRDKYE PAAVSEQGDKKGKKGKKDRDMDELKKEVSMDDHKLSLDELHRKYGTDLS 6 0 

RGLTPARPVEILARDGPNALTPPPTTPEWVKFCRQLFGGFSMLLWIGAILCFLAYGiRSA 12 0 



Query 


1 


Sbjct 


1 


Query 


61 


Sbjct 


61 


Query 


121 


Sbjct 


121 


Query 


181 


Sbjct 


181 


Query 


241 


Sbjct 


241 



RGLT AR EILARDGPNALTPPPTTPEW+KFCRQLFGGFSMLLWIGAILCFLAY I 



b-+A 



RGLTSARAT^EILARDGPNALTPPPTTPEWIKFCRQLFGGFSMLLWIGAILCFLAYSI 3AA 12 0 

TEEEPPNDD LYLGWLSAWI ITGCFSYYQEAKSSKIMESFKNMVPQQALVIRNEEKMSI 18 0 
TEEEP ND4LYLGWLSAWIITGCFSYYQEAKSSKIMESFKNMVPQQALVIRN EKMSI 

TEEEPQND^LYLGWLSAWIITGCFSYYQEAKSSKIMESFKNMVPQQALVIRNGEKMSI 18 0 

NAEDVWVDLVEVKGGDRIPADLRIISANGCKVDNSSLTGESEPQTRSPDFTNENPLETR 24 0 
NAE+VW DLVEVKGGDRIPADLRIISANGCKVDNSSLTGESEPQTRSPDFTNENPLETR 

NAEEVWGDLVEVKGGDRI PADLRI I S ANGCKVDNS SLTGESE PQTRS PDFTNENPLETR 24 0 

NIAFFSTNCVEGTARGI WYTGDRTVNGRIATLASGLEGGQTPIAEEIEHFIHLITGVAV 3 0 0 
NIAFFSTNCVEGTARGIWYTGDRTVMGRIATLASGLEGGQTPIA EIEHFIH+ITGVAV 

NIAFFSTNCVEGTARGIWYTGDRTVMGRIATLASGLEGGQTPIAAEIEHFIHIITGVAV 3 00 



Query 



301 



FLGVSFFILSLILEYTWLEAVIFLIGIIVAN^ 



360 



FLGVSFFILSLILEYTWLEAVIFLIGIIVANVPE LLATVTVCLTLTAKRMARKNCLVKN 
Slflct % 301 FLGVSFFILSLILEYTWLEAVIFLIGIIVANVPEGLLATVTVCLTLTAKRMARKNCLVKN 360 

Query 3 61 LEAVETLGSTSTI CSDKTGTLTQNRMTVAHMWFDNQIHEADTTENQSGVS FDKTS ATWFA 420 

LEAVETLGSTSTICSDKTGTLTQNRMTVAHMWFDNQIHEADTTENQSGVSFDKTSATW A 
Sbj Ct 361 LEAVETLGSTSTICSDKTGTLTQNRMTVAHMWFDNQIHEADTTENQSGVSFDKTSATWLA 420 

Query 421 LSRIAGLCNRAVFQANQENLPILKRAVAGDASESALLKCIEVCCGSVNEMREKYTKIVEI 4 80 

LSRIAGLCNRAVFQANQENLPILKRAVAGDASESALLKCIE+CCGSV EMRE+Y KIVEI 
Sbj Ct 4 21 LSRIAGLCNRAVFQANQENLPILKRAVAGDASESALLKCIELCCGSVKEMRERYAKIVEI 48 0 

Query 481 PFNSTNKYQLSIHKNPNASEPKHLLVMKGAPERILDRCSSILLHGKEQPLDEELKDAFQN 54 0 

PFNSTNKYQLSIHKNPN SEP+HLLVMKGAPERILDRCSSILLHGKEQPLDEELKDAFQN 
Sbj Ct 4 81 PFNSTNKYQLSIHKNPNTSEPQHLLVMKGAPERILDRCSSILLHGKEQPLDEELKDAFQN 54 0 

Query 541 AYLELGGLGERVLGFCHLLLPDEQFPEGFQFDTDEVNFPVDNLCFVGLISMIDPPRAAVP 60 0 

AYLELGGLGERVLGFCHL LPDEQFPEGFQFDTD+WFP+DNLCFVGLISMIDPPRAAVP 
Sbjct 541 AYLELGGLGERVLGFCHLFLPDEQFPEGFQFDTDDVNFPIDNLCFVGLISMIDPPRAAVP 600 

Query 601 DAVGKCRSAGIKVIMVTGDHPITAKAIAKGVGIISEGNETVEDIAARLNIPVNQVNPRDA 660 

DAVGKCRSAGIKVIMVTGDHPITAKAIAKGVGIISEGNETVEDIAARLNIPV+QVNPRDA 
Sbjct 601 DAVGKCRSAGIKVIMVTGDHPITAKAIAKGVGIISEGNETVEDIAARLNIPVSQVNPRDA 660 

Query 661 KACWHGSDLKDMTSEELDDILRYHTEI VFARTSPQQKLI I VEGCQRQGAI VAVTGDGVN 720 

KACWHGSDLKDMTSE+LDDIL+YHTEIVFARTSPQQKLIIVEGCQRQGAIVAVTGDGVN 
Sbj Ct 661 KACVVHGSDLKIJMTSEQLDD I LKYHTEIVFARTSPQQKL 1 1 VEGCQRQGAI VAVTGDGVN 720 

Query 721 DSPALKKADIGVAMGIVGSDVSKQAADMILLDDNFASIVTGVEEGRLIFDNLKKSIAYTL 780 

DSPALKKADIGVAMGI GSDVSKQAADMILLDDNFASIVTGVEEGRLIFDNLKKSIAYTL 
Sbj Ct 721 DSPALKKADIGVAMGIAGSDVSKQAADMILLDDNFASIVTGVEEGRLIFDNLKKSIAYTL 780 

Query 781 TSNIPEITPFLIFIIANIPLPLGTVTILCIDLGTDMVPAISLAYEQAESDIMKRQPRNPK 84 0 

TSNIPEITPFLIFIIANIPLPLGTVTILCIDLGTDMVPAISLAYEQAESDIMKRQPRNPK 
Sbjct 781 TSNIPEITPFLIFIIANIPLPLGTVTILCIDLGTDMVPAISLAYEQAESDIMKRQPRNPK 840 

Query 841 TDKLVNERLISMAYGQIGMIQALGGFFTYFVILAENGFLPFHLLGIRETWDDRWINDVED 90 0 

TD KL VNERL I S MA YGQ I GM I Q ALGG F FT Y F V I L AENG FL P HLLG+R WDDRWINDVED 
Sbj Ct 841 TDKLVNERLISMAYGQIGMIQALGGFFTYFVILAENGFLPIHLLGLRVDWDDRWINDVED 900 

Query 901 SYGQQWTYEQRKIVEFTCHTAFFVSIVWQWADLVICKTRRNSVFQQGMKNKILIFGLFE 960 

SYGQQWTYEQRKIVEFTCHTAFFVSIWVQWADLVICKTRRNSVFQQGMKNKILIFGLFE 
Sbj Ct 901 SYGQQWTYEQRKIVEFTCHTAFFVSIVWQWADLVICKTRRNSVFQQGMKNKILIFGLFE 960 

Query 961 ETAiAAFLSYCPGMGAAL.RMYPLKPTWWFCAFPYSLLIFVYDEWKLIIRRRPGGWVEKE 102 0 

ETALAAFLSYCPGMG ALRMYPLKPTWWFCAFPYSLLIFVYDEVRKLIIRRRPGGWVEKE 
Sbjct 961 ETALAAFLSYCPGMGVALRMYPLKPTWWFCAFPYSLLIFVYDEVRKLIIRRRPGGWVEKE 1020 

Query 1021 TYY 1023 
TYY 

Sbjct 1021 TYY 1023 



CPU time: 



0.02 user sees. 



0.01 sys. sees 



0.03 total sees. 



